(A) Mice carrying the artificial piRNA precursor (Rosa26-pi) in various Mvh genetic backgrounds were used for isolation of MILI complexes and preparation of deep sequencing libraries. Testes from newborn pups (P0) were used. Libraries containing short and long reads were sequenced separately (see STAR Methods). Length (in nucleotides, nt) distribution of the reporter-derived reads is compared between the various mutants. The piRNAs are almost completely absent in Mvh -/KI and Mvh -/-animals. (B) Mapping of the 5′ and 3′ ends of the reporter-derived reads relative to the 5′ end (nucleotide position −1) of the targeting MILI piRNA. Although there is an overall drastic reduction of piRNAs in the Mvh -/KI and Mvh -/-mutants, the residual secondary and inchworm (or trail) piRNAs reveal similar origins. (29-30 nt peak) . A contaminating population of miRNAs is marked with an arrowhead (22 nt peak). (B) MIWI2-associated piRNAs (24-30 nt) were divided into "sense", originating from annotated transcripts, and "antisense", targeting the transcripts. Their counts were normalized to miRNA levels and compared. Figure 4) . 
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